. Alignment of partial HD20 amino acid sequences from N. tabacum and N. attenuata.
ClustalW was used for pair-wise alignments using the Mega4 software. The parameters used were: gap open penalty: 10; gap externsion penalty: 0.1; protein weight matrix: Gonnet; gap separation distance: 4. Only a partial coding sequence for NtHD20 is available (ET048311). NaHD20: N. attenuata HD20 (HM107874). . Leaf levels of NaNCED1, NaOSM1 and NaLTP1 after ABA treatment. Total RNA was extracted from leaves of rosette stage WT N. attenuata plants treated with 300 μM ABA or solvent (SV; Fig. S2 ) for different times. After cDNA synthesis, NaNCED1, NaOSM1 and NaLTP1 mRNA levels were quantified by qPCR. *: Student t-test, P<0.05 (control vs treatment); (n=3, bars denote ± SE). Figure S4 . Silencing efficiency of NaHD20 expression in NaHD20-VIGS-silenced plants.
NtHD20 KVNNKNTRRF SDEQIKSLE TMFENETKLEP RKK LQLAREL GLQPRQVAIW
Total RNA was extracted from leaves of EV and NaHD20-silenced plants and used for cDNA synthesis. NaHD20 mRNA levels were quantified by qPCR. *: Student t-test, P<0.05 (control vs treatment); (n=3, bars denote ± SE). Rosette stage EV and NaHD20-silenced plants were water-stressed for several days and leaf tissue harvested at different times, extracted and ABA levels quantified by LC-MS/MS (see legend of Figure 4 ). The arrow marks the day of re-watering (day 18 after the beginning of the experiment). *: one-way ANOVA with Fisher's PLDS, P < 0.05 (n=5; bars denote ± SE). gDW: gram dry weight obtained after freeze-drying the sample. EV and NaHD20-silenced plants were used for analysis but only the data for EV plants is shown. Table S2 . Partial cDNA sequences of additional HD-Zip type I and II transcripts expressed in N. attenuata leaves.
